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Analysis on genetic diversity of Bupleurum chinense from different geographical
populations in Henan Province
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Abstract: Objective To investigate the genetic diversity of Bupleurum chinense in Henan Province. Methods ITS sequences of 36
individuals of B. chinense collected from four populations in Funiu Mountain and Taihang Mountain areas were used to investigate the
genetic diversity of B. chinense. Results Based on ITS sequence data, 13 haplotypes (A—M) were identified, the diversity index (H)
and nucleotide diversity index (m) were 0.758 + 0.001 3 and 0.004 73, respectively. Genetic differentiation index (Gst) was 0.319 8,
and gene flow (Vm) among populations was 0.53. Conclusion The results indicate that the wild populations of B. chinense in Henan

Province still have high genetic diversity, but genetic diversity of populations in some aeras declines dramatically. Geographic distance

among populations will limit the seed-mediated gene flow.
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Table 1 ITS variation of nuclear gene segments in B. chinense
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Table 2 Basic information of populations
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Fig. 1 Haplotype NJ tree based on ITS sequence
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Table 3 Analysis on molecular variation in all populations of B. chinense
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Fig. 2 Mismatch distribution analysis of B. chinense
based on ITS sequences
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